Genomic and metagenomic analyses are increasingly becoming commonplace in several areas of biological research, but recurrent specialized analyses are frequently reported as in-house scripts rarely available after publication. We describe the enveomics collection, a growing set of actively maintained scripts for several recurrent and specialized tasks in microbial genomics and metagenomics, and present a graphical user interface and several case studies. Our resource includes previously described as well as new algorithms such as Transformed-space Resampling In Biased Sets (TRIBS), a novel method to evaluate phylogenetic under-or over-dispersion in reference sets with strong phylogenetic bias. The enveomics collection is freely available under the terms of the Artistic License 2.0 at https://github.com/lmrodriguezr/enveomics and for online analysis at
Example of a complete workflow primarily using tools from the enveomics collection applied to Xanthomonas oryzae genomes.
(A) The workflow uses the enveomics collection, Clustal Omega, and RAxML, to generate a phylogenetic tree based on the concatenated alignment of 105 single-copy essential genes.
(B) In the resulting phylogeny, two clades form naturally corresponding to the pathovars oryzae (Xoo, left) and oryzicola (Xoc, right). Note that the tree is un-rooted, but the rooting point is suggested (vertex) based on phylogenomics of the genus (Rodriguez-R et al., 2012) .
The invariable sites were removed using Aln.cat.rb (35,386 sites removed) and the phylogeny was reconstructed using the remaining 552 informative sites. From the 105 detected essential genes, 22 were identical across all genomes and were excluded from the analysis. (C) A simplified version of the tree was produced by automatically pruning terminal nodes at a distance lesser than 0.01, resulting in a tree with 7 genomes (out of 17) with similar structure. 
